ABSTRACT Candidate division SA1 encompasses a phylogenetically coherent archaeal group ubiquitous in deep hypersaline anoxic brines around the globe. Recently, the genome sequences of two cultivated representatives from hypersaline soda lake sediments were published. Here, we present a single-cell genome sequence from Nereus Deep in the Red Sea that represents a putatively novel family within SA1.
tives (3) . Also, all three exhibit a relatively low degree of gene conservation (44 to 52%), syntenic orthologs (30 to 40%), and average amino acid identities (55 to 58%), suggesting that they likely encompass organisms from two families, considering the genomic threshold for this taxonomic rank (11, 12) . The SAG has a proteome with a circumneutral isoelectric point and lacks osmolyte biosynthesis pathways, but it encodes potassium uptake systems, suggesting a reliance on potassium for osmoregulation. The methyl coenzyme M reductase complex implicated in methanogenesis (3) is absent, however, signifying the potential for a "nonmethanogenic" methylotrophic lifestyle for other SA1 lineages. We are currently reconstructing the full metabolism of these SA1 subclades.
Accession number(s). The whole-genome shotgun project has been deposited in GenBank under accession number PZKD00000000. The version described here is PZKD01000000.
